. Heatmap of the counts for 46 down-regulated genes from SET-3. The counts are quantile normalized (preprocessCore) and rlog transformed (DESeq2) prior to plotting. The color bar on the right is defining the fold change values (FC) concerning gene average. Green colors denote levels of down-regulation, while red colors indicate levels of up-regulation. The order of SP and non-SP experiments reflects their paired nature (1,2,3,1,2,3). The hierarchical cluster tree on the left is based on the Euclidean measure.
Supplementary Figures
. Heatmap of the counts for 46 down-regulated genes from SET-3. The counts are quantile normalized (preprocessCore) and rlog transformed (DESeq2) prior to plotting. The color bar on the right is defining the fold change values (FC) concerning gene average. Green colors denote levels of down-regulation, while red colors indicate levels of up-regulation. The order of SP and non-SP experiments reflects their paired nature (1,2,3,1,2,3). The hierarchical cluster tree on the left is based on the Euclidean measure.
Figure S2. Relevance network based on differential candidates of SET-2 and PPI information of STRINGdb.
The gene products are represented by circles and their interactions are represented by edges. The size of the circles indicate the degree of connectivity to other partners. Larger the circle, greater the degree. Red circles represent the products of up-regulated DEGs and green circles represents products of down-regulated DEGs. The intensity of the colors correspond to the log2 fold changes. Higher the fold change, higher the color intensity. The blue color around the circles represents the P-value. Lower the P-value, higher the color intensity. 
